AUTHOR INDEX TO VOLUME 31 (1988) 


Abad, C., see Band, M.C. (31) 3 


Band, M.C., Braco, L., Celda, B. and Abad, C. 
A study of the conformational equilibrium of DL- 
oligophenylalanines in nonpolar solvents in the presence 
and absence of lipids by high-performance liquid chro- 
matography (31) 3 

Bean, J.W., see Sargent, D.F. (31) 183 

Betins, J., see Nikiforovich, G.V. (31) 101 

Bierzyhski, A., see Boguta, G. (31) 133 

Bierzyhski, A., see Dadlez, M. (31) 175 

Boguta, G. and Bierzynski, A. 
Conformational properties of Ca?*-binding segments of 
proteins from the troponin C superfamily (31) 133 

Braco, L., see Bad, M.C. (31) 3 

Burton, J., see Siemion, I.Z. (31) 35 

Bystrov, V.F., see Pashkov, V.S. (31) 121 


Casas, M.-T., see Girardet, J.-L. (31) 275 

Celda, B., see Band, M.C. (31) 3 

Chipens, G.I., see Shenderovich, M.D. (31) 163 

Cornudella, L., see Girardet, J.-L. (31) 275 

Creighton, T.E. 
On the relevance of non-random polypeptide conforma- 
tions for protein folding (31) 155 


Dadlez, M., Bierzyhski, A., Godzik, A., Sobocihska, M. and 
Kupryszewski, G. 
Conformational role of His-12 in C-peptide of ribonuclease 
A (31) 175 

Drake, A.F., Siligardi, G. and Gibbons, W.A. 
Reassessment of the electronic circular dichroism criteria 
for random coil conformations of poly(L-lysine) and the 
implications for protein folding and denaturation studies 
(31) 143 

Drake, A.F., see Wawrzynczak, E.J. (31) 301 


Fitton, J.E., see Garone, L. (31) 231 

Franks, F., Hatley, R.H.M. and Friedman, H.L. 
The thermodynamics of protein stability. Cold destabiliza- 
tion as a general phenomenon (31) 307 

Friboulet, A., see Trubuil, A. (31) 217 

Friedman, H.L., see Franks, F. (31) 307 


Garone, L., Fitton, J.E. and Steiner, R.F. 
The interaction of 5-hemolysin with calmodulin (31) 231 
Geurts, B.J. and Wiegel, F.W. 


Time-dependent ligand current into a saturating cell perfor- 

ming chemoreception (31) 317 

Gibbons, W.A., see Drake, A.F. (31) 143 

Girardet, J.-L., Casas, M.-T., Cornudella, L., Gorka, C., 
Lawrence, J.-J. and Mura, C.V. 
Conformational effects of histones H1 on DNA structure. 
Comparative study between H1-1, H1°, HS and sperm 
holothuria $, (31) 275 

Godzik, A. and Wesolowski, T. 
On the interactions of charged side chains with the a-helix 
backbone (31) 29 

Godzik, A., see Dadlez, M. (31) 175 

Gorka, C., see Girardet, J.-L. (31) 275 

Grishin, E.V., see Pashkov, V.S. (31) 121 

Gryczynski, I., Johnson, M.L. and Lakowicz, J.R. 
Acrylamide quenching of Y,-base fluorescence in aqueous 
solution (31) 269 

—— Gwizdala, E., Kasprzykowski, F. and Lankiewicz, 


caus dichroism studies of some arginine-vasopressin 
analogues (31) 87 
Gwizdala, E., see Grzonka, Z. (31) 87 


Hatley, R.H.M., see Franks, F. (31) 307 

Hider, R.C., Kupryszewski, G., Rekowski, P. and Lammek, B. 
Origin of the positive 225-230 nm circular dichroism band 
in proteins. Its application to conformational analysis (31) 
45 

Hider, R.C., see Smith, D.C. (31) 21 

Hoang, A.N., see Pashkov, V.S. (31) 121 

Hudecz, F., Kajtar, J. and Szekerke, M. 
Influence of side-chain-terminating moieties on the confor- 
mation of branched polypeptides and their conjugates with 
4-ethoxymethylene-2-phenyl-5(4H)-oxazolone (31) 53 


Illangasekare, M., see Manning, M.C. (31) 77 


Jankowski, A., Stefanowicz, P., Siemion, I.Z., Wilusz, T. and 
Polanowski, A. 
Two new fluorophore pairs, tyrosine~4" 
nine and tyrosine-4’-dimethyl in the 
determination of molecular dimensions: in peptides on 147 

Johnson, M.L., see Gryczynski, I. (31) 269 

Joshi, R., see Trubuil, A. (31) 217 


Kajtar, J., see Hudecz, F. (31) 53 
Kallenbach, N.R., see Vasant Kumar, N. (31) 113 
Kasprzykowski, F., see Grzonka, Z. (31) 87 


325 
| a 


326 


Kawashima, T., see Satoh, M. (31) 209 

Kernevez, J.-P., see Trubuil, A. (31) 217 

Kim, P.S. 
Strategy for obtaining non-native protein structures using 
antibody cross-reactions (31) 107 

Komiyama, J., see Satoh, M. (31) 209 

Kondo, T., see Ohshima, H. (31) 225 

Kupryszewski, G., see Dadlez, M. (31) 175 

Kupryszewski, G., see Hider, R.C. (31) 45 

Kwak, J.C.T., see Mattai, J. (31) 295 


Lakowicz, J.R., see Gryczynski, I. (31) 269 

Lammek, B., see Hider, R.C. (31) 45 

Lankiewicz, L., see Grzonka, Z. (31) 87 

Lapanje, S., see Zerovnik, E. (31) 197 

Lawrence, J.-J., see Girardet, J.-L. (31) 275 

Ledbetter, J.W., Lindroth, J.R. and Martin, S.M. 
The Fourier transforms of the laser-induced absorption 
decay from glycogen phosphorylase and DOPA de- 
carboxylase (31) 259 

Lindroth, J.R., see Ledbetter, J.W. (31) 259 


Maiorov, V.N., see Pashkov, V.S. (31) 121 

Makino, K., see Ohshima, H. (31) 225 

Manning, M.C., Illangasekare, M. and Woody, R.W. 
Circular dichroism studies of distorted a-helices, twisted 
B-sheets, and B-turns (31) 77 

Martin, S.M., see Ledbetter, J.W. (31) 259 

Mattai, J. and Kwak, J.C.T. 
Quantitative similarity of zinc and calcium binding to 
heparin in excess salt solution (31) 295 

Mura, C.V., see Girardet, J.-L. (31) 275 


Nikiforovich, G.V., Vesterman, B.G. and Betins, J. 
Combined use of spectroscopic and energy calculation 
methods for the determination of peptide conformation in 
solution (31) 101 

Nikiforovich, G.V., see Shenderovich, M.D. (31) 163 


Ohshima, H., Makino, K. and Kondo, T. 
Membrane transport of electrolyte ions and time-depen- 
dent membrane potential (31) 225 


Pashkov, V.S., Maiorov, V.N., Bystrov, V.F., Hoang, A.N., 
Volkova, T.M. and Grishin, E.V. 
Solution spatial structure of ‘long’ neurotoxin M, from the 
scorpion Buthus eupeus by 'H-NMR spectroscopy (31) 121 

Pedyczak, A., see Siemion, I.Z. (31) 35 

Picur, B., see Siemion, I.Z. (31) 71 

Plochocka, D., see Zielenkiewicz, P. (31) 139 

Poitevin, E. and Wahl, P. 
Study of the translational diffusion of macromolecules in 
beads of gel chromatography by the FRAP method (31) 
247 

Polanowski, A., see Jankowski, A. (31) 147 


Rabczenko, A., see Zielenkiewicz, P. (31) 139 


Rekowski, P., see Hider, R.C. (31) 45 


Sargent, D.F., Bean, J.W. and Schwyzer, R. 
Conformation and orientation of regulatory peptides on 
lipid membranes. Key to the molecular mechanism of re- 
ceptor selection (31) 183 

Satoh, M., Kawashima, T. and Komiyama, J. 
A new model of counterion condensation in polyelectrolyte 
solutions. III. Theoretical predictions of competitive con- 
densation between counterions of different valences (31) 
209 

Saulitis, J.B., see Shenderovich, M.D. (31) 163 

Schiller, P.W. 
Role of the conformational element in peptide-receptor 
interactions. Studies with cyclic opioid peptide analogs (31) 
63 

Schwyzer, R., see Sargent, D.F. (31) 183 

Shearwin, K.E. and Winzor, D.J. 
Effect of sucrose on the dimerization of a-chymotrypsin. 
Allowance for thermodynamic nonideality arising from the 
presence of a small inert solute (31) 287 

Shenderovich, M.D., Nikiforovich, G.V., Saulitis, J.B. and 
Chipens, G.I. 
Determination of cyclopeptide conformations in solution 
using NMR data and conformational energy calculations 
(31) 163 

Siemion, I.Z. and Picur, B. 
The mean conformation of N-acetylamino acid N’-methyl- 
amides in dimethyl sulfoxide solution (31) 71 

Siemion, I.Z., Pedyczak, A. and Burton, J. 
Conformational preferences of the sequential fragments of 
the hinge region of the human IgA] immunoglobulin mole- 
cule (31) 35 

Siemion, I.Z., see Jankowski, A. (31) 147 

Siligardi, G., see Drake, A.F. (31) 143 

Smith, D.C. and Hider, R.C. 
Thiol exchange catalysed refolding of small proteins utiliz- 
ing solid-phase supports (31) 21 

Sobociiska, M., see Dadlez, M. (31) 175 

Stefanowicz, P., see Jankowski, A. (31) 147 

Steiner, R.F., see Garone, L. (31) 231 

Szekerke, M., see Hudecz, F. (31) 53 


Thomas, D., see Trubuil, A. (31) 217 

Thorpe, P.E., see Wawrzynczak, E.J. (31) 301 

Trubuil, A., Friboulet, A., Joshi, R., Kernevez, J.-P. and 
Thomas, D. 
Electrical excitability of artificial enzyme membranes. IV. 
Theoretical approach of the membrane poteniial of syn- 
thetic proteinic films (31) 217 

Tsujita, Y. 
Reversal in helix sense of copoly( B-alkyl-L-aspartate-B- 
benzyl-L-aspartate) (31) 11 


Vasant Kumar, N., Wemmer, D.E. and Kallenbach, N.R. 
Structure of P401 (mast cell degranulating peptide) in 
solution (31) 113 

Vesterman, B.G., see Nikiforovich, G.V. (31) 101 


3 


Volkova, T.M., see Pashkov, V.S. (31) 121 


Wahl, P., see Poitevin, E. (31) 247 

Wawrzynczak, E.J., Drake, A.F. and Thorpe, P.E. 
Circular dichroism of isolated ricin A- and B-chains (31) 
301 

Wemmer, D.E., see Vasant Kumar, N. (31) 113 

Wesolowski, T., see Godzik, A. (31) 29 

Wiegel, F.W., see Geurts, B.J. (31) 317 

Wilusz, T., see Jankowski, A. (31) 147 


Winzor, D.J., see Shearwin, K.E. (31) 287 
Woody, R.W., see Manning, M.C. (31) 77 


Zerovnik, E. and Lapanje, S. 
Gibbs free energy of transfer of glycine and di- 


glycine from water to alkylurea solutions. Measured vs. 
calculated values (31) 197 


Zielenkiewicz, P., Plochocka, D. and Rabczenko, A. 
The formation of protein secondary structure. Its connec- 
tion with amino acid sequence (31) 139 


327 
2 
= 


SUBJECT INDEX TO VOLUME 31 (1988) 


N-Acetylamino acid N ’-methylamide Boundary condition 
Solution conformation; NMR (Siemion, I.Z. (31) 71) Chemoreception (Geurts, B.J. (31) 317) 


A-chain Branched polypeptide 
Ricin; B-chain; CD; Lactose binding (Wawrzynczak, E.J. (31) 4-Ethoxymethylene-2-phenyl-5(4H)-oxazolone; Polypeptide- 
301) hapten conjugate; CD; Conformation (Hudecz, F. (31) 53) 


Activity coefficient 

Polyelectrolyte; Counterion condensation (Satoh, M. (31) 209) Zn’*; Heparin binding; Salt effect; Scatchard plot; Binding 
constant (Mattai, J. (31) 295) 

Alkyl side chain 

Helix sense; a-Helix; Optical rotatory dispersion; Circular Ca**-binding protein 

dichroism; Copolyaspartate; Ordered side chain structure Protein structure; Protein folding (Boguta, G. (31) 133) 

(Tsujita, Y. (31) 11) 

Calmodulin 

6-Hemolysin; Fluorescence intensity; Fluorescence anisotropy; 

Tryptophan (Garone, L. (31) 231) 


Alkylurea 
Glycine; Diglycine; Gibbs free energy of transfer; Cavity 
formation; Scaled particle theory (Zerovnik, E. (31) 197) 


Calorimetry 
Thermodynamics; Protein stability; Cold denaturation; De- 
naturation (Franks, F. (31) 307) 


Amide proton exchange 
Protein folding; Antibody; NMR (Kim, P.S. (31) 107) 


Antibody 


Protein folding; Amide proton exchange; NMR (Kim, P.S. Glycine; Diglycine; Alkylurea; Gibbs free energy of transfer; 
(31) 107) Scaled particle theory (Zerovnik, E. (31) 197) 


Arginine-vasopressin cD 
pr sgn ome analog; CD; Peptide conformation Immunoglobulin A,; Hinge region oligopeptide; C-NMR; 
(Grzonka, Z. (31) 87) Enzyme inhibitor (Siemion, I.Z. (31) 35) 


gusts in; CD; Peptide conformation (G —" — Vasopressin; Disulfide bond (Hider, R.C. 
(31) 87) 


Branched polypeptide; 4-Ethoxymethylene-2-phenyl-5(4H)- 
xazolone; Polypeptide-hapten conjugate; Conformation 
-Helix; Peptide (alien, 31 
( udecz, F. (31) 53) 


Artificial a-Helix; 8-Sheet; 8-Turn (Manning, M.C. (31) 77) 
Membrane potential; Donnan layer (Trubuil, A. (31) 217) : 
Arginine-vasopressin; Arginine-vasopressin analog; Peptide- 


B-chain conformation (Grzonka, Z. (31) 87) 
Ricin; A-chain; CD; Lactose binding (Wawrzynczak, E.J. (31) 
301) Poly(t-lysine); Random coil; Protein folding; Protein de- 


naturation (Drake, A.F. (31) 143) 


Binding constant 
Zn’*; Ca?*; Heparin binding; Salt effect; Scatchard plot Histone-polynucleotide interaction; Filter retention (Girardet, 
(Mattai, J. (31) 295) J.-L. (31) 275) 


329 

| 

: 

a 

: 


330 


Ricin; A-chain; B-chain; Lactose binding (Wawrzynczak, E.J. 
(31) 301) 


Chemoreception 
Boundary condition approach (Geurts, B.J. (31) 317) 


a-Chymotrypsin dimerization 
Thermodynamic nonideality; Excluded volume; Sucrose activ- 
ity coefficient (Shearwin, K.E. (31) 287) 


Circular dichroism 

Helix sense; a-Helix; Optical rotatory dispersion; Copolyas- 
partate; Ordered side chain structure; Alkyl side chain (Tsujita, 
Y. (31) 11) 


Cold denaturation 
Thermodynamics; Protein stability; Calorimetry; Denaturation 
(Franks, F. (31) 307) 


Conformation 

Branched polypeptide; 4-Ethoxymethylene-2-phenyl-5(4H)- 
oxazolone; Polypeptide-hapten conjugate; CD (Hudecz, F. (31) 
53) 


Conformational analysis 

Conformational restriction; Cyclic opioid peptide analog; 
Receptor-bound conformation; Receptor selectivity; Signal 
transduction (Schiller, P.W. (31) 63) 


Conformational equilibrium 
DL-Oligophenylalanine; HPLC; Lipid effect (Baié, M.C. (31) 
3) 


Conformational restriction 

Cyclic opioid peptide analog; Receptor-bound conformation; 
Receptor selectivity; Signal transduction; Conformational 
analysis (Schiller, P.W. (31) 63) 


Copolyaspartate 

Helix sense; a-Helix; Optical rotatory dispersion; Circular 
dichroism; Ordered side chain structure; Alkyl side chain 
(Tsujita, Y. (31) 11) 


Counterion condensation 
Polyelectrolyte; Activity coefficient (Satoh, M. (31) 209) 


C-peptide 
a-Helix; Peptide conformation; Aromatic ring interaction 
(Dadlez, M. (31) 175) 


C-peptide conformation 
a-Helix; Electrostatic interaction; a-Helix dipole (Godzik, A. 
(31) 29) 


Cyclic opioid peptide analog 

Conformational restriction; Receptor-bound conformation; 
Receptor selectivity; Signal transduction; Conformational 
analysis (Schiller, P.W. (31) 63) 


Cyclic peptide 
Solution conformation; Energy calculation; Nuclear Over- 
hauser effect (Shenderovich, M.D. (31) 163) 


Denaturation 
Thermodynamics; Protein stability; Cold denaturation; 
Calorimetry (Franks, F. (31) 307) 


Diglycine 
Glycine; Alkylurea; Gibbs free energy of transfer; Cavity 
formation; Scaled particle theory (Zerovnik, E. (31) 197) 


Disulfide bond 
Toxin; Refolding; Thiol exchange (Smith, D.C. (31) 21) 


CD; Toxin; Oxytocin; Vasopressin (Hider, R.C. (31) 45) 


Donnan layer 
Membrane potential; Artificial membrane (Trubuil, A. (31) 
217) 


Electrolyte 
Membrane transport; Membrane potential (Ohshima, H. (31) 
225) 


Electronic absorption 
Fluorimetry; Fluorophore; Tyrosine; Molecular dimensions 
(Jankowski, A. (31) 147) 


Electrostatic interaction 
a-Helix; a-Helix dipole; C-peptide conformation (Godzik, A. 
(31) 29) 


Energy calculation 
Peptide conformation; Solution conformation; Spin-labeled 
angiotensin (Nikiforovich, G.V. (31) 101) 


Cyclic peptide; Solution conformation; Nuclear Overhauser 
effect (Shenderovich, M.D. (31) 163) 


Enzyme inhibitor 
Immunoglobulin A,; Hinge region oligopeptide; 1*C-NMR; 
CD (Siemion, I.Z. (31) 35) 


4-Ethoxymethylene-2-phenyl-5(4H)-oxazolone 
Branched pol tide; Polypeptide-hapten conjugate; CD; 
Conformation (Hudecz, F. (31) 53) 


Excluded volume 
Thermodynamic nonideality; a-Chymotrypsin dimerization; 
Sucrose activity coefficient (Shearwin, K.E. (31) 287) 


Filter retention 
Histone-polynucleotide interaction; CD (Girardet, J.-L. (31) 
275) 


Fluorescein isothiocyanate dextran 
Translational diffusion; Sephadex gel; Partition coefficient; 
Size-exclusion chromatography (Poitevin, E. (31) 247) 


Fluorescence anisotropy 
§-Hemolysin; Calmodulin; Fluorescence intensity; Tryptophan 
(Garone, L. (31) 231) 


Fluorescence intensity 
6-Hemolysin; Calmodulin; Fluorescence anisotropy; Tryp- 
tophan (Garone, L. (31) 231) 


Fluorescence quenching 
Lifetime decay; Frequency-domain fluorometry; Transient ef- 
fect (Gryczynski, 1. (31) 269) 


Fluorimetry 
Fluorophore; Electronic absorption; Tyrosine; Molecular di- 
mensions (Jankowski, A. (31) 147) 


Fluorophore 
Fluorimetry; Electronic absorption; Tyrosine; Molecular di- 
mensions (Jankowski, A. (31) 147) 


Fourier transform 
Laser absorption; Pyridoxal 5’-phosphate; Protein dynamics 
(Ledbetter, J.W. (31) 259) 


Frequency-domain fluorometry 
Lifetime decay; Fluorescence quenching; Transient effect 
(Gryczynski, I. (31) 269) 


Gibbs free energy of transfer 
Glycine; Diglycine; Alkylurea; Cavity formation; Scaled par- 
ticle theory (Zerovnik, E. (31) 197) 


Glycine 
Diglycine; Alkylurea; Gibbs free energy of transfer; Cavity 
formation; Scaled particle theory (Zerovnik, E. (31) 197) 


a-Helix 

Helix sense; Optical rotatory dispersion; Circular dichroism; 
Copolyaspartate; Ordered side chain structure; Alkyl side chain 
(Tsujita, Y. (31) 11) 


Electrostatic interaction; a-Helix dipole; C-peptide conforma- 
tion (Godzik, A. (31) 29) 


CD; f-Sheet; 6-Turn (Manning, M.C. (31) 77) 


C-peptide; Peptide conformation; Aromatic ring interaction 
(Dadlez, M. (31) 175) 


a-Helix dipole 
a-Helix; Electrostatic interaction; C-peptide conformation 
(Godzik, A. (31) 29) 


Helix sense 

a-Helix; Optical rotatory dispersion; Circular dichroism; 
Copolyaspartate; Ordered side chain structure; Alkyl side chain 
(Tsujita, Y. (31) 11) 


6-Hemolysin 
Calmodulin; Fluorescence intensity; Fluorescence anisotropy; 
Tryptophan (Garone, L. (31) 231) 


Heparin binding 
Zn**; Ca?*; Salt effect; Scatchard plot; Binding constant 
(Mattai, J. (31) 295) 


Heterogeneous reaction 
Regulatory peptide; Receptor selection; Membrane interac- 
tion; Secondary structure prediction (Sargent, D.F. (31) 183) 


Hinge region oligopeptide 
Immunoglobulin A,; *>C-NMR; CD; Enzyme inhibitor (Siem- 
ion, 1.Z. (31) 35) 


Histone-polynucleotide interaction 


polynucleotide 
Filter retention; CD (Girardet, J.-L. (31) 275) 


HPLC 
Conformational equilibrium; DL-Oligophenylalanine; Lipid ef- 
fect (Bahé, M.C. (31) 3) 


Immunoglobulin A, 
Hinge region oligopeptide; *C-NMR; CD; Enzyme inhibitor 
(Siemion, I.Z. (31) 35) 


Lactose binding 
Ricin; A-chain; B-chain; CD (Wawrzynczak, E.J. (31) 301) 


Laser absorption 
Fourier transform; Pyridoxal 5’-phosphate; Protein dynamics 
(Ledbetter, J.W. (31) 259) 


Lifetime decay 
Fluorescence quenching; Frequency-domain fluorometry; 
Transient effect (Gryczynski, I. (31) 269) 


Lipid effect 
Conformational equilibrium; pL-Oligophenylalanine; HPLC 
(Band, M.C. (31) 3) 


Mast cell degranulating protein 
P401; Toxin structure; two-dimensional NMR (Vasant Kumar, 
N. (31) 113) 


Membrane interaction 
Regulatory peptide; Receptor selection; Secondary structure 
prediction; Heterogeneous reaction (Sargent, D.F. (31) 183) 


Membrane potential 
Donnan layer; Artificial membrane (Trubuil, A. (31) 217) 


Membrane transport; Electrolyte (Ohshima, H. (31) 225) 


Membrane transport 
Electrolyte; Membrane potential (Ohshima, H. (31) 225) 


332 


Molecular dimensions 
Fluorimetry; Fluorophore; Electronic absorption; Tyrosine 
(Jankowski, A. (31) 147) 
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Pyridoxal 5’-phosphate 
Fourier transform; Laser absorption; Protein dynamics 
(Ledbetter, J.W. (31) 259) 


Random coil 
CD; Poly(t-lysine); Protein folding; Protein denaturation 
(Drake, A.F. (31) 143) 


Receptor-bound conformation 

Conformational restriction; Cyclic opioid peptide analog; Re- 
ceptor selectivity; Signal transduction; Conformational analy- 
sis (Schiller, P.W. (31) 63) 


Receptor selection 

Regulatory peptide; Membrane interaction; Secondary struc- 
ture prediction; Heterogeneous reaction (Sargent, D.F. (31) 
183) 


Receptor selectivity 

Conformational restriction; Cyclic opioid peptide analog; Re- 
ceptor-bound conformation; Signal transduction; Conforma- 
tional analysis (Schiller, P.W. (31) 63) 


Refolding 
Toxin; Disulfide bond; Thiol exchange (Smith, D.C. (31) 21) 


Receptor selection; Membrane interaction; Secondary struc- 
ture prediction; Heterogeneous reaction (Sargent, D.F. (31) 
183) 


Ribonuclease A 
Protein folding; Unfolded protein; Nonrandom conformation; 
Trypsin inhibitor; (Bovine pancreas) (Creighton, T.E. (31) 155) 


Ricin 
A-chain; B-chain; CD; Lactose binding (Wawrzynczak, E.J. 
(31) 301) 


Salt effect 
Zn**; Ca?*; Heparin binding; Scatchard plot; Binding con- 
stant (Mattai, J. (31) 295) 


Scaled particle theory 
Glycine; Diglycine; Alkylurea; Gibbs free energy of transfer; 
Cavity formation (Zerovnik, E. (31) 197) 


Scatchard plot 
Zn**; Ca**; Heparin binding; Salt effect; Binding constant 
(Mattai, J. (31) 295) 


Scorpion toxin 
" Neurotoxin My; NMR; Nuclear Overhauser effect; Protein 
conformation; ( Buthus eupeus) (Pashkov, V.S. (31) 121) 
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Secondary structure prediction 
Regulatory peptide; Receptor selection; Membrane interac- 
tion; Heterogeneous reaction (Sargent, D.F. (31) 183) 


Sephadex gel 

Translational diffusion; Fluorescein isothiocyanate dextran; 
Partition coefficient; Size-exclusion chromatography (Poitevin, 
E. (31) 247) 


Sequence analysis 
Protein folding; Tertiary structure (Zielenkiewicz, P. (31) 139) 


B-Sheet 
CD; a-Helix; B-Turn (Manning, M.C. (31) 77) 


Signal transduction 

Conformational restriction; Cyclic opioid peptide analog; Re- 
ceptor-bound conformation; Receptor selectivity; Conforma- 
tional analysis (Schiller, P.W. (31) 63) 


Size-exclusion chromatography 
Translational diffusion; Fluorescein isothiocyanate dextran; 
Sephadex gel; Partition coefficient (Poitevin, E. (31) 247) 


Solution conformation 
N-Acetylamino acid N’-methylamide; NMR (Siemion, I.Z. 
(31) 71) 


Peptide conformation; Energy calculation; Spin-labeled 
angiotensin (Nikiforovich, G.V. (31) 101) 


Cyclic peptide; Energy calculation; Nuclear Overhauser effect 
(Shenderovich, M.D. (31) 163) 


Spin-labeled angiotensin 
Peptide conformation; Energy calculation; Solution conforma- 
tion (Nikiforovich, G.V. (31) 101) 


Sucrose activity coefficient 
Thermodynamic nonideality; Excluded volume; a-Chymo- 
trypsin dimerization (Shearwin, K.E. (31) 287) 


Tertiary structure 
Protein folding; Sequence analysis (Zielenkiewicz, P. (31) 139) 


Thermodynamic nonideality 
Excluded volume; a-Chymotrypsin dimerization; Sucrose ac- 
tivity coefficient (Shearwin, K.E. (31) 287) 


Thermodynamics 
Protein stability; Cold denaturation; Calorimetry; Denatura- 
tion (Franks, F. (31) 307) 


Thiol exchange 
Toxin; Disulfide bond; Refolding (Smith, D.C. (31) 21) 


Toxin 
Disulfide bond; Refolding; Thiol exchange (Smith, D.C. (31) 
21) 


| 
| 
Regulatory peptide 
: 
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CD; Oxytocin; Vasopressin; Disulfide bond (Hider, R.C. (31) 
45) 


Toxin structure 
P401; Mast cell degranulating protein; two-dimensional NMR 
(Vasant Kumar, N. (31) 113) 


Transient effect 
Lifetime decay; Fluorescence quenching; Frequency-domain 
fluorometry (Gryczynski, I. (31) 269) 


Translational diffusion 
Fluorescein isothiocyanate dextran; Sephadex gel; Partition 
coefficient; Size-exclusion chromatography (Poitevin, E. (31) 


247) 


Trypsin inhibitor 
Protein folding; Unfolded protein; Nonrandom conformation; 
Ribonuclease A; (Bovine pancreas) (Creighton, T.E. (31) 155) 


Tryptophan 
6-Hemolysin; Calmodulin; Fluorescence intensity; Fluores- 
cence anisotropy (Garone, L. (31) 231) 


B-Turn 
CD; a-Helix; B-Sheet (Manning, M.C. (31) 77) 


Tyrosine 
Fluorimetry; Fluorophore; Electronic absorption; Molecular 


dimensions (Jankowski, A. (31) 147) 


Unfolded protein 
Protein folding; Nonrandom conformation; Trypsin inhibitor; 
Ribonuclease A; (Bovine pancreas) (Creighton, T.E. (31) 155) 


Vasopressin 
CD; Toxin; Oxytocin; Disulfide bond (Hider, R.C. (31) 45) 


Ca**; Heparin binding; Salt effect; Scatchard plot; Binding 
constant (Mattai, J. (31) 295) 
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